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. While the sequences of B. anthracis Ames Porton and Ames Florida are available, they are not ideal as references due to the fact that Ames Porton had been cured of both of its plasmids, pXO1 and pXO2, by heat and novobiocin treatments, respectively (1, 3), and Ames Florida was sequenced only to draft quality (12ϫ coverage). B. anthracis Ames Ancestor is the progenitor of all of the Ames strains used as research tools in laboratories around the world; hence, it is an important reference for both basic research and microbial forensics.
The complete genome sequence of B. anthracis Ames Ancestor was obtained by whole-genome shotgun sequencing. The genome sequence was assembled by using the Celera Assembler (2). The final sequence had a minimum of two agreeing and high-quality sequence reads for each consensus nucleotide. This completed genome contained an average of 11.5ϫ sequence reads coverage for every nucleotide position of the 5,227,419-bp chromosome, 31.5ϫ for plasmid pXO1 (181,677 bp) and 18.5ϫ for plasmid pXO2 (94,830 bp). The deeper coverage of the plasmids is likely explained by average copy numbers of three (pXO1) and two (pXO2) plasmids per cell. The genome sequence was deposited in GenBank with accession numbers AE017334, AE017336, and AE017335 for the chromosome and plasmids pXO1 and pXO2, respectively. The electropherogram data were deposited in the NCBI Trace Archive, and the sequence assembly is available from the NCBI Assembly Archive (5) under Assembly ID 293. These resources enable studies of sequence variation and detailed comparison of very closely related genomes.
Genome sequence comparison of B. anthracis Ames Porton (3) to the draft genome of B. anthracis Ames Florida identified polymorphic sites between these two isolates of the Ames strain (4) . Interestingly, at each of these polymorphic loci, B. anthracis Ames Ancestor was identical to B. anthracis Ames Florida, indicating that the polymorphisms reported were most likely the result of the plasmid-curing process associated with B. anthracis Ames Porton rather than polymorphisms specific to Ames Florida. Having an appropriate high-quality reference sequence was the cornerstone of the scientific investigation into the anthrax mailing attacks of 2001 and was the primary motivation for generating the complete genome sequence of Ames Ancestor.
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